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<210> 1 
<211> 1863 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 1 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctcagcgagg 


agatgattgc 


tgagttcaaa 


720 


gctgcctttg 


acatgtttga 


tgcggacggt 


ggtggggaca 


tcagcaccaa 


ggagttgggc 


780 



2 



acaotaataa 

4 ^- ^ CJ V— ^ CJ 


ggatget ggg 


ccagaacccc 


accaaagagg 


aqctqqatqc 


catcatcgag 


840 


gaggtggacg 


aggatggcag 


cggcaccat c 


gact t cgagg 


agttcctggt 


qatqatqqtq 

ZJ ZJ ZJ ZD ZJ 


900 


caeca, era t a a 

v — ^-j v — * CJ CJ. vJ CJ 


aagaggaege 


caagggcaag 


tctaaaqaqq 


agctggccaa 


ctgcttccgc 


960 


atcttccraca 

cj c c^* v~ c^ \^ cl *w cj. 


acraaccrctcra 

CJ ^ CJ- CJ C** >^ CJ CJ 


tgggtt cat c 


aacatccracrQ 

v.^y WVjVJ 


aqctqqqtqa 


gattctcagg 


1020 


VJ V--' ^ CJ, L- V_J CJ CJ CJ 


aararcrt rat 

CJ. VJ v— ' CJ C-* CJ C CJ ' — 


cgaggaggac 


atagaagacc 


t catgaagga 


ttcagacaag 


1080 


aaraaf nam 

CJ CJ CJ CJ C- CJ CI C^ V-J 


accacrittaa 

VJ V_* CJ V. — CJ. C- C* C-J CJ 


ctt cgatgag 


tt cctgaaga 


tqatqqaqqq 


tqtqcaqqaq 

ZD ZJ ZD ZJ ZJ ^ 


1140 


ctcatggtga 


geaagggega 


ggagctgt tc 


accQcrcrcrt QQ 


tgcccatcct 


qqtcqaqctq 

ZD ZD ZJ ZJ Z} 


1200 


cracQorcrarcf 


taaacaacca 

\— CJ CJ CJ. V_* >^ CJ C^ V-' CJ 


caagt t cage 


at at ccaaca 


aqqqcqaqqq 

^^zdzd^zd^zdzdzj 


cgatgccacc 


1260 


taeggcaage 


t gaccct gaa 


gt t cat ctgc 


accaccggca 


agctgcccgt 


gccctggccc 


1320 


^accctccitaa 

a. w ^ y 


rrarcttcaa 

C-» C-* CJ C-^ V— ^ c n-^ ^ 


ctacggcctg 


atgtgcttcg 


cccgctaccc 


cgaccacatg 


1380 


ccrccricrprir'cr 

n-J C^- V^f CJ VwJ \_^- CJ CJ 


arttcttcaa 

CJ C-* C- C- C^ C C- C-^ CJ LJ- 


gt ccgccatg 


cccgaaggct 


aegt ccagga 


gcgcaccatc 


1440 


1~1"cttcaacrcr 


aegaeggcaa 


ctacaagacc 


cqcqccqacfq 


tgaagtt cga 


qqqcqacacc 

ZD ZJ ZJ ZJ 


1500 


ctaatcr^sr'c 

i— <_j v.^ i^- y d a ^ v — 


arat raaact 


gaagggcatc 


gactt caagg 


aqqacqqcaa 


catcctgggg 


1560 




ciy L-CtL^dclv_. Ud 


<• aaL-ay 1 — a. <■ — 


aarrrtrtata 


t ca t aaccaa 

O v — CJ C- CJj CJ C- CJ CJ 


caagcagaag 


1620 


aaeggcatea 


aggecaaett 


caagatccgc 


cacaacatcg 


aggaeggcag 


cgtgcagctc 


1680 


gccgaccact 


accagcagaa 


cacccccatc 


ggcgacggcc 


ccgtgctgct 


gcccgacaac 


1740 


cactacctga 


gctaccagtc 


cgccctgagc 


aaagacccca 


aegagaageg 


cgatcacatg 


1800 


gtcctgctgg 


agttcgtgac 


cgccgccggg 


atcactctcg 


gcatggacga 


gctgtacaag 


1860 


taa 












1863 



<210> 2 
<211> 620 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 2 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 ^ 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 " 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 ■ 215 220 



Val Thr Ala Ala Arg Met Leu Ser Glu Glu Met lie Ala Glu Phe Lys 
225 230 235 240 



Ala Ala Phe Asp Met Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr 
245 250 255 



Lys Glu Leu Gly Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys 
) 260 265 270 



Glu Glu Leu Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly 
275 280 285 



Thr lie Asp Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys 
290 295 300 



Glu Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg 
305 ~ 310 315 320 



lie Phe Asp Lys Asn Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly 
325 330 335 



Glu lie Leu Arg Ala Thr Gly Glu His Val lie Glu Glu Asp lie Glu 
340 345 350 



Asp Leu Met Lys Asp Ser Asp Lys Asn Asn Asp Gly Arg lie Asp Phe 
355 ~ 360 365 



Asp Glu Phe Leu Lys Met Met Glu Gly Val Gin Glu Leu Met Val Ser 
370 375 380 



Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu Leu 
385 ~ 390 395 400 



Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu 
4 05 410 415 



Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr Thr 
420 425 430 



Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr 
4 35 4 40 4 45 



Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His Asp 
450 455 460 



Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr lie 
465 470 475 480 



Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe 
485 490 495 



Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe 
500 505 510 



Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn 
515 520 525 



Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie Lys 
530 535 540 



Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin Leu 
545 550 555 560 



Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val Leu 
565 570 575 



Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp 
580 585 590 



Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala 
595 600 605 



Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
610 615 620 



<210> 3 
<211> 1902 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 

<400> 3 



atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 



6 



ggcatcaagg 


cccact t caa 


gat ccgccac 


aacatcgagg 


acqqeaqeqt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


qacqqccccq 


tgctgctgcc 


cgacaaccac 


600 


tacctaaaca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagegega 


tcacatggtc 


660 


ct get ggagt 


t cgtgaccgc 


cgcccgcatg 


ctaatggatg 


acatctacaa 


ggctgcggta 


720 


gagcagct ga 


cagaagagca 


gaaaaatgag 


ttcaaggcag 


ccttcgacat 


cttcgtgctg 


780 


ggeget gagg 


at ggctgeat 


cagcaccaag 


qaqctqqqca 


aggtgatgag 

ZJ ZJ ZV Z? Z3 


gatgetggge 


840 


cagaacccca 


cccct gagga 


qctqcaqqaq 


atgatcgatg 


aggtggacga 


ggaeggcage 


900 


aacacaataa 

v ^ ^ V^- t-A 


act tt gat ga 


gtt cctggt c 


atgatggttc 


ggtgcatgaa 


ggacgacagc 


960 


aaagggaaat 


ct gagga gga 


gctgt ct gac 


ctcttccgca 


tgtttgacaa 


aaatgetgat 


1020 


gg eta. cat eg 


acctggat ga 


get gaagat a 


atgetgeagg 


etacaggega 


gaccatcacg 


1080 


gaggacgaca 


t cgaggaact 


catgaaggac 


qqaqacaaqa 


acaacgaegg 


ccgcatcgac 


1140 


t at gat gag t 


tcct ggagt t 


catgaagggt 


qtqqaqqaqc 

Zj Zv Z3 _3 zj Z? 


tcatggtgag 


caagggegag 


1200 


cracrctcrfctca 


ccggggt ggt 


geccat cctg 


Qtcaaqctqq 

Z2 ^"^Z^ Zy ZJ Z5 


aeggegaegt 


aaacggccac 


1260 


^^crttracrccT 

CI CI v — ^ ■> — ' — — a v_» 


tatccaacaa 


gggegaggge 


gatgccacct 


aeggcaaget 


gaccctgaag 


1320 




ccaccggcaa 


gctgcccgtg 


ccctggccca 


ccctcgtgac 


caccttcggc 


1380 


t aeggee t ga 


tgtgct t cgc 


ccgctacccc 


gaccacatgc 


gccagcacga 


cttcttcaag 


1440 


^- V— ^ V — V_-» <-A ^ »■_-> 


ccgaaggct a 


cgt ccaggag 


cgcaccatct 


tcttcaagga 


cgacggcaac 


1500 


taraaaaccc 


gcgccgaggt 


aaaattcaaa 


ggcgacaccc 


tggtgaaccg 


catcgagctg 


1560 


aagggcat eg 


act tea a gga 


gqacqqeaac 


atcctqqqgc 

ZJZ3Z3Z3 


acaagctgga 


gtacaactac 


1620 


aacagccaca 


aegtctatat 


catggccgac 


aagcagaaga 


aeggcatcaa 


ggccaacttc 


T c o n 
1 DO U 


aagatccgcc 


acaacatcga 


ggaeggcage 


gtgeagcteg 


ccgaccacta 


ccagcagaac 


1740 


acccccatcg 


gcgacggccc 


cgtgctgctg 


cccgacaacc 


actacctgag 


ctaccagtcc 


1800 


gccctgagca 


aagaccccaa 


egagaagege 


gatcacatgg 


tcctgctgga 


gttcgtgacc 


1860 


gccgccggga 


tcactctcgg 


catggacgag 


ctgtacaagt 


aa 




1902 



<210> 4 
<211> 633 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 



<400> 4 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
15 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 1 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 L 215 220 



8 

Val Thr Ala Ala Arg Met Leu Met Asp Asp lie Tyr Lys Ala Ala Val 
225 230 235 240 



Glu Gin Leu Thr Glu Glu Gin Lys Asn Glu Phe Lys Ala Ala Phe Asp 
245 250 255 



lie Phe Val Leu Gly Ala Glu Asp Gly Cys lie Ser Thr Lys Glu Leu 
260 265 270 



Gly Lys Val Met Arg Met Leu Gly Gin Asn Pro Thr Pro Glu Glu Leu 
275 280 285 



Gin Glu Met lie Asp Glu Val Asp Glu Asp Gly Ser Gly Thr Val Asp 
290 295 300 



Phe Asp Glu Phe Leu Val Met Met Val Arg Cys Met Lys Asp Asp Ser 
305 310 315 320 



Lys Gly Lys Ser Glu Glu Glu Leu Ser Asp Leu Phe Arg Met Phe Asp 
325 330 335 



Lys Asn Ala Asp Gly Tyr lie Asp Leu Asp Glu Leu Lys lie Met Leu 
340 345 350 



Gin Ala Thr Gly Glu Thr lie Thr Glu Asp Asp lie Glu Glu Leu Met 
355 360 365 



Lys Asp Gly Asp Lys Asn Asn Asp Gly Arg lie Asp Tyr Asp Glu Phe 
37 0 37 5 380 



Leu Glu Phe Met Lys Gly Val Glu Glu Leu Met Val Ser Lys Gly Glu 
385 390 395 400 



Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu Leu Asp Gly Asp 
405 410 415 



Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly Asp Ala 
420 425 430 



Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr Thr Gly Lys Leu 
4 35 4 40 44 5 



Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr Gly Leu Met 
450 455 460 



9 



Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His Asp Phe Phe Lys 
465 470 475 480 



Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr lie Phe Phe Lys 
4 85 4 90 4 95 



Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu Gly Asp 
500 505 510 



Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe Lys Glu Asp 
515 520 525 



Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn 
530 535 540 



Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie Lys Ala Asn Phe 
545 550 555 560 



Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin Leu Ala Asp His 
5 65 57 0 57 5 



Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val Leu Leu Pro Asp 
580 585 590 



Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu 
595 600 605 



Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala Ala Gly lie 
610 615 620 



Thr Leu Gly Met Asp Glu Leu Tyr Lys 
625 630 



<210> 5 
<211> 1863 

<212> DNA n 
<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 5 

atggtgagca agggcgagga gctgttcacc ggggtggtgc ccatcctggt cgagctggac 



60 



10 



ggcgacgt aa 


acggccacag 


gt t cagegtg 


tecaqeqaqa 

w ZD zj ZD 


qcqaqqqcqa 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


cat ct gcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ct cgt gacca 


ccct gacct g 


gggcgt gcag 


tgcttcagcc 


get accccga 


ccacatgaag 


240 


cagcacgact 


t ctt caagt c 


cgccatgccc 


aaaqqctacq 

ZJ ZJ ZJ w ZD 


tecaqqaqeq 


t accatcttc 


300 


1 1 caa.gga.cg 


aeggcaacta 


caagacccgc 


qccqaqqtqa 


aqttcqaqqq 


cgacaccctg 


360 


ataaaccoca 

l_ C-l CJ. W V_- \^ 


t cgagctgaa 


gggcat cgac 


ttcaaggagg 


aeggcaacat 


cctqqqqcac 


420 


a a get ggagt 


acaact acat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggca t caagg 


cccacttcaa 


gatccgccac 


aacat cgagg 


aeggcagegt 


gcagctcgcc 


540 


aaccactacc 


agcagaacac 


ccccat egge 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagt cege 


cct gagcaaa 


gaccccaacg 


agaagegega 


t cacatggtc 


660 


ft crotcrcrscrt 


tcgtgaccgc 


cgcccgcatg 


ct cagegagg 


agatgatt gc 


t gagttcaaa 


720 


crctcrcctttcr 


acat gtt tga 


t gcggacggt 


aataocrcfaca 


tcagcaccaa 


qqaqttqqqc 


780 


araat aatoa 

V-A V^* *J O d >J 


ggat gctggg 


ccagaacccc 


accaaagagg 


age t ggat gc 


cat catcgag 


840 


crricrcrtcrcjaccj 


aggat ggcag 


cggcaccat c 


gactt cgagg 


agt t cctggt 


gat gatggtg 


900 


caccaoatQa 


aagaggaege 


caagggcaag 


tctqaqqaqq 


agctggccaa 


ctgcttccgc 


960 


atrtlracca 


agaaegctga 


tgggttcat c 


ga cat cgagg 


aqctqqqtqa 


gat t ctcagg 


1020 


creeactcracfcr 


ageaegt cat 


cgaggaggac 


at agaagacc 


t catgaagga 


ttcagacaag 


1080 


aacaatgacg 


geegcat t ga 


ct t cgat gag 


1 1 cct gaa ga 


tqatqqaqqq 


tqtqcaqqaq 

ZJ ZJ ZJ ZJ ZJ 


1140 


ctcatcataa 


geaagggega 


ggagct gtt c 


accqaqatqa 


tgcccatcct 


qqtcqaqctq 

ZJ ZD ZJ ZJ ZJ 


1200 


CJ. v-* y V— ' C-i ^ 


taaaeggeca 


caagt t cage 


atatccaqcq 


aqqqcqaqqq 


cgatgccacc 


1260 


t aeggcaage 


tga ccct gaa 


gttcatctgc 


accaccggca 


agctgcccgt 


gccctggccc 


1320 


accctcataa 


ccacctt egg 


ctacggcctg 


at gtgett eg 


cccgctaccc 


cgaccacatg 


1380 


cgccagcacg 


actt ctt caa 


gt ccgccat g 


cccgaaggct 


aegtccagga 


gcgcaccatc 


1440 


1 1 ct t caaaa 


aegaeggcaa 


ct acaagacc 


cgcgccgagg 


tgaagttcga 


gggcgacacc 


1500 


ctggtgaacc 


gcatcgagct 


gaagggcatc 


gacttcaagg 


aggaeggcaa 


catcctgggg 


1560 


cacaagctgg 


agtacaacta 


caacagccac 


aacgtctata 


teatggcega 


caagcagaag 


1620 


aaeggcatea 


aggecaaett 


caagatccgc 


cacaacatcg 


aggaeggcag 


cgtgcagctc 


1680 


gccgaccact 


accagcagaa 


cacccccatc 


ggcgacggcc 


ccgtgctgct 


gcccgacaac 


1740 


cactacctga 


gctaccagtc 


cgccctgagc 


aaagacccca 


aegagaageg 


cgatcacatg 


1800 



11 



gtcctgctgg agttcgtgac cgccgccggg atcactctcg gcatggacga gctgtacaag 1860 
taa 18^3 



<210> 6 
<211> 620 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 6 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 ~ 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 " 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 " 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 " 170 175 



12 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Ser Glu Glu Met lie Ala Glu Phe Lys 
225 230 235 240 



Ala Ala Phe Asp Met Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr 
245 250 255 



Lys Glu Leu Gly Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys 
260 265 270 



Glu Glu Leu Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly 
275 " 280 285 



Thr lie Asp Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys 
290 295 300 



Glu Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg 
305 310 315 320 



lie Phe Ala Lys Asn Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly 
325 330 335 



Glu lie Leu Arg Ala Thr Gly Glu His Val lie Glu Glu Asp lie Glu 
340 345 350 



Asp Leu Met Lys Asp Ser Asp Lys Asn Asn Asp Gly Arg lie Asp Phe 
355 3 60 365 



Asp Glu Phe Leu Lys Met Met Glu Gly Val Gin Glu Leu Met Val Ser 
370 375 380 



Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu Leu 
385 ~ 390 395 400 



( 
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Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu 
4 05 410 415 



Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr Thr 
420 425 430 



Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr 
^4 35 440 445 



Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His Asp 
450 455 460 



Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr lie 
465 470 475 480 



Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe 
485 490 495 



Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe 
500 505 510 



Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn 
515 520 525 



Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie Lys 
530 535 540 



Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin Leu 
545 550 555 560 



Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val Leu 
565 570 575 



Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp 
580 585 590 



Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala 
595 600 605 



Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
610 615 620 



14 

<210> 7 
<211> 1908 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



/■/I flHs H 

<4 uu> / 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctaatggcgt 


caatgacgga 


ccagcaggcg 


720 


gaggcccgcg 


ccttcctcag 


cgaggagatg 


attgctgagt 


tcaaagctgc 


ctttgacatg 


780 


tttgatgcgg 


acggtggtgg 


ggacatcagc 


accaaggagt 


tgggcacggt 


gatgaggatg 


840 


ctgggccaga 


accccaccaa 


agaggagctg 


gatgccatca 


tcgaggaggt 


ggacgaggat 


900 


ggcagcggca 


ccatcgactt 


cgaggagttc 


ctggtgatga 


tggtgcgcca 


gatgaaagag 


960 


gacgccaagg 


gcaagtctga 


ggaggagctg 


gccaactgct 


tccgcatctt 


cgacaagaac 


1020 


gctgatgggt 


tcatcgacat 


cgaggagctg 


ggtgagattc 


tcagggccac 


tggggagcac 


1080 


gtcatcgagg 


aggacataga 


agacctcatg 


aaggattcag 


acaagaacaa 


tgacggccgc 


1140 


attgacttcg 


atgagttcct 


gaagatgatg 


gagggtgtgc 


aggagctcat 


ggtgagcaag 


1200 


ggcgaggagc 


tgttcaccgg 


ggtggtgccc 


atcctggtcg 


agctggacgg 


cgacgtaaac 


1260 


ggccacaagt 


tcagcgtgtc 


cggcgagggc 


gagggcgatg 


ccacctacgg 


caagctgacc 


1320 


ctgaagttca 


tctgcaccac 


cggcaagctg 


cccgtgccct 


ggcccaccct 


cgtgaccacc 


1380 


ttcggctacg 


gcctgatgtg 


cttcgcccgc 


taccccgacc 


acatgcgcca 


gcacgacttc 


1440 



15 

ttcaagtccg ccatgcccga aggctacgtc caggagcgca ccatcttctt caaggacgac 1500 

ggcaactaca agacccgcgc cgaggtgaag ttcgagggcg acaccctggt gaaccgcatc 1560 

gagctgaagg gcatcgactt caaggaggac ggcaacatcc tggggcacaa gctggagtac 1620 

aactacaaca gccacaacgt ctatatcatg gccgacaagc agaagaacgg catcaaggcc 1680 

aacttcaaga tccgccacaa catcgaggac ggcagcgtgc agctcgccga ccactaccag 1740 

cagaacaccc ccatcggcga cggccccgtg ctgctgcccg acaaccacta cctgagctac 1800 

cagtccgccc tgagcaaaga ccccaacgag aagcgcgatc acatggtcct gctggagttc 1860 

gtgaccgccg ccgggatcac tctcggcatg gacgagctgt acaagtaa 1908 

<210> 8 
<211> 635 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 8 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
~ 35 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 ^ 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 ^70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 ^ ~ 120 125 
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lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 ~ 215 220 



Val Thr Ala Ala Arg Met Leu Met Ala Ser Met Thr Asp Gin Gin Ala 
225 230 235 240 



Glu Ala Arg Ala Phe Leu Ser Glu Glu Met lie Ala Glu Phe Lys Ala 
245 250 255 



Ala Phe Asp Met Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr Lys 
260 265 270 



Glu Leu Gly Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys Glu 
275 280 285 



Glu Leu Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly Thr 
290 295 300 



lie Asp Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys Glu 
305 " 310 315 320 



Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg lie 
325 330 335 



Phe Asp Lys Asn Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly Glu 
34 0 34 5 350 
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lie Leu Arg Ala Thr Gly Glu His Val lie Glu Glu Asp lie Glu Asp 
355 360 365 



Leu Met Lys Asp Ser Asp Lys Asn Asn Asp Gly Arg lie Asp Phe Asp 
370 375 380 



Glu Phe Leu Lys Met Met Glu Gly Val Gin Glu Leu Met Val Ser Lys 
385 390 395 400 



Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu Leu Asp 
405 410 415 



Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly 
420 425 430 



Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr Thr Gly 
435 440 445 



Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr Gly 
450 455 460 



Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His Asp Phe 
465 470 475 480 



Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr lie Phe 
485 490 495 



Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu 
500 505 510 



Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe Lys 
515 520 525 



Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn Ser 
530 535 540 



His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie Lys Ala 
545 550 555 560 



Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin Leu Ala 
565 570 575 



Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val Leu Leu 
580 585 590 



•1 
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Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp Pro 
595 600 605 

Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala Ala 
610 " 615 620 

Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
625 630 635 

<210> 9 
<211> 1542 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 9 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctaggccaga 


accccaccaa 


agaggagctg ' 


720 


gatgccatca 


tcgaggaggt 


ggacgaggat 


ggcagcggca 


ccatcgactt 


cgaggagttc 


780 


ctggtgatga 


tggtgcgcca 


gatgaaagag 


gacgccgagc 


tcatggtgag 


caagggcgag 


840 


gagctgttca 


ccggggtggt 


gcccatcctg 


gtcgagctgg 


acggcgacgt 


aaacggccac 


900 


aagttcagcg 


tgtccggcga 


gggcgagggc 


gatgccacct 


acggcaagct 


gaccctgaag 


960 


ttcatctgca 


ccaccggcaa 


gctgcccgtg 


ccctggccca 


ccctcgtgac 


caccttcggc 


1020 
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tacggcct ga 


tgtgcttcgc 


ccgctacccc 


gaccacatgc 


gccagcacga 


cttcttcaag 


1080 


t ccgccatgc 


ccgaaggct a 


cgtccaggag 


cgcaccatct 


tcttcaagga 


cgacggcaac 


1140 


t acaagaccc 


accfCCQaaat 


gaagttcgag 


ggcgacaccc 


tqqtqaaccg 


catcgagctg 


1200 


aagggcatcg 


acttcaagga 


ggacggcaac 


atcctqqqqc 


acaagctgga 


gtacaactac 


1260 


aacagccaca 


acgtctatat 


catggccgac 


aagcagaaga 


acggcatcaa 


ggccaacttc 


1320 


aagatccgcc 


acaacatcga 


ggacggcagc 


gtgcagctcg 


ccgaccacta 


ccagcagaac 


1380 


acccccatcg 


gcgacggccc 


cgtgctgctg 


cccgacaacc 


actacctgag 


ctaccagtcc 


1440 


gccctgagca 


aagaccccaa 


cgagaagcgc 


gatcacatgg 


tcctgctgga 


gttcgtgacc 


1500 


gccgccggga 


tcactctcgg 


catggacgag 


ctgtacaagt 


aa 




1542 



<210> 10 
<211> 513 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 10 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
15 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 ' 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 ~ 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 " 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 " 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Gly Gin Asn Pro Thr Lys Glu Glu Leu 
225 230 235 240 



Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly Thr lie Asp 
245 ' 250 255 



Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys Glu Asp Ala 
•260 265 270 



Glu Leu Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro 
275 280 285 



lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val 
290 295 300 



Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys 
305 , 310 315 320 



Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val 
325 330 335 



Thr Thr Phe Gly Tyr Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His 
340 " 345 350 
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Met Arg Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val 
355 360 365 



Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg 
370 375 380 



Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu 
385 390 395 400 



Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu 
405 410 415 



Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin 
420 425 430 



Lys Asn Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp 
435 440 445 



Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly 
450 455 460 



Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser 
465 470 475 480 



Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
485 490 495 



Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
500 505 510 



Lys 



<210> 11 
<211> 2469 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 11 

atggtgagca agggcgagga gctgttcacc ggggtggtgc ccatcctggt cgagctggac 



60 
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cicicciacntpkF* 

yyuya^y i_ a. d 


f\c^cicicc'F\C"F\C] 


at tcaacata 

VJ C» c Ci CJ vj c 


teeggegagg 


gegagggega 


tgccacctac 


120 


y y > — y v l_ y a. 


rrr'tcraacrtt 

v-r ^> v^. v y CJ t— i cj c 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


l ^ — y y a. v (. a. 


LLL l»y uLLty 


crcfcrccrtQcacr 

\M W VJ I — W Ci XJ 


tgc t teagee 


gctaccccga 


ccacatgaag 


240 


Lay ua^i^av^ l 


tcttcPiPiCitc 

LLL LLOCiy ' — \— - 


cgccatgccc 


gaaggc tacg 


tecaggageg 


t aceat ctt c 


300 




a y y \s a. a v — • <— ci 


caagacccgc 


gecgaggt ga 


ag t tcgaggg 


cgacaccctg 


360 


y u y ao ^ v — y o 


tcnpicictciFiFi 

l, wy a y ^ Ly a a 


gggca t cgac 


t tcaaggagg 


aeggcaacat 


cctaaaqcac 


420 




f 2 a rt" ^ ^ "I - 
CL La CI V . L. CI. v — CI l— 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


yy ^a. l Laa y y 


LLLdLL H — CI d 


rralrrrfpra r 1 

y ci i_ \ — • v — - y * a. ^ 


?i ar al - noacrcr 

cj cj \ — - cj o v — ^ cj cj cj vj 


accrcrcacrcat 

Ci L/ ^ ^ C< Ci ^ v-^ \A *~ 


gcagctcgcc 


540 


yaLL/dL, L a L L 


cty L.ay aaLaL/ 


\ v — . v — ccj. w y y 


y cj. cj \j c^* c^ . y 


tactactacc 


cgacaaccac 


600 


l a l l ty ay ua 


LLLay LLLyu 


\ - \ y oi- y v — cj. cj. cj 


aaccccaaca 

y Ci \^ V^-> V^-r Ci Ci c^ 


agaagegega 


t cacat ggtc 


660 


utyuLyyay l 


f- crrt ci pi r- c^rrf 
LLy uya^^y o 


ocrcrT'crcatcr 

y x^— c^. y s^. cj i — y 


ctaatggcgt 


caa tgacgga 


ccagcaggcg 


720 


yay yv_L.L<yuy 


U U L- ^ v — i_ v — cj. y 


v * y cj y y cj y cj. c_ v-j 


attgetgagt 


teaaagctge 


ct ttgacatg 


780 


l l uy d uy oy y 


a uy y y y i_ y y 


gga cat cage 


accaaggagt 


t gggca egg t 


cratcracrQatci 


840 


LLyyy tuaya 


aLLLLaLLaa 


ay ay y ay o uy 


CI Fit nClClFit_C.Fi 
y cj vj C— v — cj cj 


tcaaaQaaot 


ggacgagga t 


900 


nrrp^ n n n 
y y uay y 


p" o rj I - r^" n "t~ 1~ 
LLaLLyaLU l 


v_> y cj y y a y i_ <_ 1 — - 


^» C- y y ' — y cj. i_ y cj 


taatacacca 

Cr >wJ ^ C, V^- nJ V— »• Ci 


gat gaaagag 


960 


yauyL-uaayy 


n p* at ct a fa 
yLcLciy LLtya 


rrn^ nn Pi rrrt" cr 

y y cj y y a y ^ <_ y 


gccaactgct 


tccgcatctt 


cgacaagaac 


1020 


/^T /-i -|- pr a +- rT/TTT t~ 

yoL.yciL.yyy l 


tcFAtcciPiCFit 

LLCl LLyclLCL L 


C^CIPiCICiPiClCYd 
\ — y a y y a y v_» y 


cs at. a Pi a Fit t c 

v^j I — C^ Ci C^ Ci C C- 


tcagggccac 


tggggagcac 


1080 


y u ct i_ uy ayy 


^\ciciF\CF\tF\dF\ 
ay y dLa uay a 


PiClPiCC't'Crif'CI 
cj y cj ^» a i_ y 


aaggattcag 


acaagaacaa 


t gacggccgc 


1140 


p\ttc\p\r'ttc % ci 

a L LLj QL L l_ l y 


FitciFinttcct 
a uy ay l luui— 


CT3r3CT3l~Crri1"LT 
y cj cj y cj c- y cj. \— y 


aacraatCTt ac 

^5 ^5 ^3 c. c- v-^ 


a gga get egg 


eggcatgtet 


1200 


nF*trTF\F*ciFiciFi 
y a. Lyaayaya 


PiPiPiPiCICCStCCI 
aaaay >^y i— v — • y 


t aracrccacc 

C- y v^- cj vj \^ \w. cj ^ — * 


gcccgtcgt c 


agcacctgaa 


gagtgctatg 


1260 


ULL-L-ay^L l y 


r~ , tcitc , F\n'tciF\ 
LLy l l a l i— y a 


ci cj l u y cj. cj. cj cj cj 


aaaacaocta 

Ci Ci CJL L__ >^ 


ctaaagaagt 


ggaaaagcaa 


1320 


3=3/^-t-ps/--«r~ , t"prrT 
aaL.LciL.ULyy 


1 — • cj y a y ^ — • a. c a y 


rrrfrctctcr 


tccctcccag 


ggtccatgea 


ggaact t cag 


1380 


yaaLLyuy^a 


aaaaacttca 

Ci Ci CJ. Ci Ci vy L— C- Ci 


t gecaaga ta 


gac tcagt gg 


atgaggaaag 


gtatgacaca 


1440 


npinntnFiFiCic 
yciyy Lyaay 


tacaaaaaac 

C- Ci Ci Ci Ci V-^ L" 


taacaaggag 


c tggaggacc 


t gagecagaa 


gctgtttgac 


1500 


ctgaggggca 


agttcaagag 


gccacctctg 


cgccgggtgc 


gcatgtctgc 


tgatgccatg 


1560 


ctgcgtgccc 


tgctgggctc 


caagcacaag 


gtcaacatgg 


acctccgggc 


caacctgaag 


1620 


caagtcaaga 


aggaggacac 


ggagaaggag 


aaggacctcc 


gcgatgtggg 


tgactggagg 


1680 


aagaacattg 


aggagaaatc 


tggcatggag 


ggcaggaaga 


agatgtttga 


ggceggegag 


1740 


tccgagctca 


tggtgagcaa 


gggegaggag 


ctgttcaccg 


gggtggtgee 


catcctggtc 


1800 
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aacrct aaaco 


gcgacgtaaa 


cggccacaag 


ttcagcgtgt 


ccggcgaggg 


cgagggcgat 


1860 


gccacct acg 


gcaagctgac 


cctgaagttc 


atctgcacca 


ccggcaagct 


gcccgtgccc 


1920 


tggcccaccc 


t cgtgaccac 


cttcggctac 


qqcctqatqt 


gcttcgcccg 


ctaccccgac 


1980 


cacatgcgcc 


agcacgactt 


cttcaagtcc 


gccatgcccg 


aaggctacgt 


ccaggagcgc 


2040 


accat ct t ct 


tcaaggacga 


cggcaactac 


aagacccgcg 


ccgaggtgaa 


gttcgagggc 


2100 


gacaccctgg 


tgaaccgcat 


cgagctgaag 


ggcatcgact 


tcaaggagga 


cggcaacatc 


2160 


ctggggcaca 


agctggagta 


caactacaac 


agccacaacg 


tctatatcat 


ggccgacaag 


2220 


cagaagaacg 


gcatcaaggc 


caacttcaag 


atccgccaca 


acatcgagga 


cggcagcgtg 


o o o o 

2280 


cagctcgccg 


accactacca 


gcagaacacc 


cccatcggcg 


acggccccgt 


gctgctgccc 


2340 


gacaaccact 


acctgagcta 


ccagtccgcc 


ctgagcaaag 


accccaacga 


gaagcgcgat 


2400 


cacatggtcc 


tgctggagtt 


cgtgaccgcc 


gccgggatca 


ctctcggcat 


ggacgagctg 


2460 


tacaagtaa 












2469 



<210> 12 
<211> 822 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 12 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 * 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 " 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 " 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



24 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Met Ala Ser Met Thr Asp Gin Gin Ala 
225 230 235 240 



Glu Ala Arg Ala Phe Leu Ser Glu Glu Met lie Ala Glu Phe Lys Ala 
245 250 255 



Ala Phe Asp Met Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr Lys 
260 265 270 



Glu Leu Gly Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys Glu 
275 280 285 



Glu Leu Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly Thr 
290 295 300 



lie Asp Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys Glu 
305 310 315 320 



25 



Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg' lie 
325 330 335 



Phe Asp Lys Asn Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly Glu 
340 345 350 



lie Leu Arg Ala Thr Gly Glu His Val lie Glu Glu Asp lie Glu Asp 
355 360 365 



Leu Met Lys Asp Ser Asp Lys Asn Asn Asp Gly Arg lie Asp Phe Asp 
370 375 380 



Glu Phe Leu Lys Met Met Glu Gly Val Gin Glu Leu Gly Gly Met Ser 
385 390 395 400 



Asp Glu Glu Lys Lys Arg Arg Ala Ala Thr Ala Arg Arg Gin His Leu 
405 ' 410 415 



Lys Ser Ala Met Leu Gin Leu Ala Val Thr Glu lie Glu Lys Glu Ala 
420 425 430 



Ala Ala Lys Glu Val Glu Lys Gin Asn Tyr Leu Ala Glu His Ser Pro 
435 440 445 



Pro Leu Ser Leu Pro Gly Ser Met Gin Glu Leu Gin Glu Leu Ser Lys 
450 J 455 4 60 



Lys Leu His Ala Lys lie Asp Ser Val Asp Glu Glu Arg Tyr Asp Thr 
465 470 475 480 



Glu Val Lys Leu Gin Lys Thr Asn Lys Glu Leu Glu Asp Leu Ser Gin 
485 490 495 



Lys Leu Phe Asp Leu Arg Gly Lys Phe Lys Arg Pro Pro Leu Arg Arg 
500 505 510 



Val Arg Met Ser Ala Asp Ala Met Leu Arg Ala Leu Leu Gly Ser Lys 
515 520 525 



His Lys Val Asn Met Asp Leu Arg Ala Asn Leu Lys Gin Val Lys Lys 
530 535 54 0 



Glu Asp Thr Glu Lys Glu Lys Asp Leu Arg Asp Val Gly Asp Trp Arg 
545 550 555 560 



Lys Asn lie Glu Glu Lys Ser Gly Met Glu Gly Arg Lys Lys Met Phe 
565 570 575 



Glu Ala Gly Glu Ser Glu Leu Met Val Ser Lys Gly Glu Glu Leu Phe 
580 585 590 



Thr Gly Val Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly 
595 600 605 



His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly 
610 615 620 



Lys Leu Thr Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro 
625 630 635 640 



Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr Gly Leu Met Cys Phe Ala 
645 650 655 



Arg Tyr Pro Asp His Met Arg Gin His Asp Phe Phe Lys Ser Ala Met 
660 665 670 



Pro Glu Gly Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly 
675 680 685 



Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val 
690 695 700 



Asn Arg lie Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie 
705 710 715 720 



Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie 
725 "* ~ 730 735 



Met Ala Asp Lys Gin Lys Asn Gly lie Lys Ala Asn Phe Lys lie Arg 
740 745 750 



His Asn lie Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin 
755 76.0 765 



Asn Thr Pro lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr 
770 775 780 
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Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp 
785 790 795 800 

His Met Val Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly 
805 810 815 

Met Asp Glu Leu Tyr Lys 
820 

<210> 13 
<211> 1959 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 13 



a LLjLj L. y ci y L- cL 


dyyyv^yayya 


rrr , 1~rT+*"t" c ^\ 

Lj u uy L. L^ClUU 


y y y y uyy i-yu 


Vw> ^ — . a v_ ^ — - uyy u 


^-A CX v — I— ^ 


60 


yy dL y Lad 




y u uuayu y i_ y 


i— o v — y y i^yciyy 


«j *-~-y y y y ^*y ^* 


torrarrtac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctcgctgatg 


ccatgctgcg 


tgccctgctg 


720 


ggctccaagc 


acaaggtcaa 


cggcggcgcg 


tcaatgacgg 


accagcaggc 


ggaggcccgc 


780 


gccttcctca 


gcgaggagat 


gattgctgag 


ttcaaagctg 


cctttgacat 


gtttgatgcg 


840 


gacggtggtg 


gggacatcag 


caccaaggag 


ttgggcacgg 


tgatgaggat 


gctgggccag 


900 


aaccccacca 


aagaggagct 


ggatgccatc 


atcgaggagg 


tggacgagga 


tggcagcggc 


960 


accatcgact 


tcgaggagtt 


cctggtgatg 


atggtgcgcc 


agatgaaaga 


ggacgccaag 


1020 


ggcaagtctg 


aggaggagct 


ggccaactgc 


ttccgcatct 


tcgacaagaa 


cgctgatggg 


1080 



28 



t t cat cgacs 


tcgaggagct 


gggt gaga tt 


ctcagggcca 


ctqqqqaqca 


cgtcatcgag 


1140 


gaggaca t ag 


aagacct cat 


gaaggat t ca 


gacaagaaca 


atgacggccg 


cattgacttc 


1200 


oataaottcr 


taaaaataat 


craacrcrat at q 


caggagct ca 


tggtgagcaa 


qqgccraqqaq 


1260 


rtottcacca 


gggt ggt gcc 


cat cctggt c 


qaqctaqacQ 


gcgacgtaaa 


cggccacaag 


1320 


tt cagcgt gt 


ccggcgaggg 


caaaaacaa t 


gccacctacg 


gcaagctgac 


cctgaagttc 


1380 


atctgcacca 


ccggcaagct 


gcccgtgccc 


tggcccaccc 


tcgtgaccac 


cttcggctac 


1440 


nnpp't"0 > 3l~Q"l~ 


gcttcgcccg 


ct accccgac 


cacatgcgcc 


agcacgactt 


cttcaagtcc 


1500 


y V on y *w \— » v — v-J 


^ricrcrctsccjt 

cl oi v-H \s k - a i_ 


ccaaaaacoc 

v_-» *w Ca *-A ^ v*-* 


accatcttct 


t caaggacga 


cggcaactac 


1560 


O. a. ci v — v_j y 


rrcfacrafaaa 

a ^ ^ ^5 t- 1 1 - 1 


attcaaoaoc 

\^ CA ^ ^ 


gacaccctgg 


tgaaccgcat 


cqaqctqaaq 


1620 


V d. ^— V-*- >J C-4, V— # I— 


tcaaaaaaaa 


cggcaacat c 


ctggggcaca 


agctggagta 


caactacaac 


1680 


agccacaacg 


tctatatcat 


ggccgacaag 


cagaagaacg 


gcatcaaggc 


caacttcaag 


1740 


atccgccaca 


acatcgagga 


cggcagcgtg 


cagctcgccg 


accactacca 


gcagaacacc 


1800 


cccatcggcg 


acggccccgt 


gctgctgccc 


gacaaccact 


acctgagcta 


ccagt ccgcc 


1860 


ctgagcaaag 


accccaacga 


gaagcgcgat 


cacatggtcc 


tgctggagtt 


cgtgaccgcc 


1920 


gccgggatca 


ctctcggcat 


ggacgagctg 


tacaagtaa 






1959 



<210> 14 
<211> 652 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 14 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 ~ 5 10 15 

Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 

Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 " 55 60 



29 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 1 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 " 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Ala Asp Ala Met Leu Arg Ala Leu Leu 
225 230 235 240 



Gly Ser Lys His Lys Val Asn Gly Gly Ala Ser Met Thr Asp Gin Gin 
245 250 255 



Ala Glu Ala Arg Ala Phe Leu Ser Glu Glu Met lie Ala Glu Phe Lys 
260 265 270 



Ala Ala Phe Asp Met Phe Asp Ala Asp Gly Gly Gly Asp He Ser Thr 
275 280 285 



Lys Glu Leu Gly Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys 
290 295 300 



30' 



Glu Glu Leu Asp Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly 
305 310 315 320 



Thr lie Asp Phe Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys 
325 330 335 



Glu Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg 
340 345 350 



lie Phe Asp Lys Asn Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly 
355 360 365 



Glu lie Leu Arg Ala Thr Gly Glu His Val lie Glu Glu Asp lie Glu 
370 375 380 



Asp Leu Met Lys Asp Ser Asp Lys Asn Asn Asp Gly Arg lie Asp Phe 
385 • " 390 395 400 



Asp Glu Phe Leu Lys Met Met Glu Gly Val Gin Glu Leu Met Val Ser 
405 410 415 



Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu Leu 
420 425 430 



Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu 
435 440 445 



Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr Thr 
450 455 460 



Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly Tyr 
465 470 475 480 



Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His Asp 
4 85 4 90 4 95 



Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr lie 
500 505 510 



Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe 
515 520 525 
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Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe 
530 535 540 



Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn 
545 ~ 550 555 560 



Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie Lys 
565 570 575 



Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin Leu 
580 585 590' 



Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val Leu 
595 600 6.05 



Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys Asp 
610 615 620 



Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala 
625 630 635 640 



Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
645 650 



<210> 15 
<211> 1827 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 15 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 



32 



ggcat caagg 


cccactt caa 


gatccgccac 


aacatcgagg 


acqqeaqeqt 

3 3 3 3 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagt ccgc 


cctgagcaaa 


gaccccaacg 


aqaaqcqcqa 

3 ^3^ 3^3 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctagacctga 


gecagaaget 


gtttgacctg 


720 


aggggcaagt 


t caagaggcc 


acct ctgcgc 


CQQQtqcgca 

3 3 3 :3 :3 w 


t gtctgctga 


tgccatgctg 


780 


cgt gccct gc 


tgggct ccaa 


gcacaaggt c 


qqcaqcqqca 


geatgetaat 


qqcqtcaatq 

3 3 3 3 


840 


acggaccagc 




ccgcgcctt c 


etcagegagg 


agatgattgc 


tgagttcaaa 


900 


gctgcctttg 


a cat gt 1 1 ga 


tgcggacggt 


qatqqqqaca 


tcagcaccaa 


qqaqttqqqc 

3 3 3 3 3 3 


960 


acggt gat ga 


ggatgct ggg 


ccagaacccc 


accaaagagg 


aqctqqatqc 


catcatcgag 


1020 


aacrcrt Qcraccr 


aggat ggcag 


cggcaccat c 


qacttcqaqq 


agttcctggt 


qatqatqqtq 


1080 


cgccagatga 


aagaggacgc 


cgagct catg 


gtgagcaagg 


qcqaqqaqct 


qttcaccqqq 

3 333 


1140 


crtcrcrtcrccca 


t cctggt cga 


get ggacggc 


gaegtaaacg 


gecacaagtt 


cagcgtgtcc 


1200 


crcrccracraacQ 


a ggg c gat gc 


cacctacggc 


aagctgaccc 


tgaagtt cat 


ctgcaccacc 


1260 


cracaacrctcrc 

- a. C-J. ^ v_> ^— s-x 


ccg t gccct g 


gcccaccct c 


gt gaccacct 


t cqqctacqq 


cctgatgtgc 


1320 


ttcgcccgct 


accccgacca 


catgcgccag 


cacgact t ct 


tcaagtccgc 


catgcccgaa 


1380 


ggctacgtcc 


aggagcgcac 


cat ct t ctt c 


aaqqacqacq 


gcaactacaa 


gacccgcgcc 


1440 


gaggtgaagt 


t cgagggcga 


caccctggtg 


aacegcat eg 


a get gaaggg 


catcgacttc 


1500 


aaggaggacg 


gcaacat cct 


ggggcacaag 


ctggagtaca 


actacaacag 


ccacaacgtc 


1560 


tatatcatgg 


ccgacaagca 


gaagaaegge 


ateaaggeca 


acttcaagat 


ccgccacaac 


1620 


atcgaggacg 


gcagcgtgca 


gctcgccgac 


cactaccagc 


agaacacccc 


catcggcgac 


1680 


ggccccgtgc 


tgctgcccga 


caaccactac 


ctgagctacc 


agtccgccct 


gagcaaagac 


1740 


cccaacgaga 


agcgcgatca 


catggtcctg 


ctggagttcg 


tgaccgccgc 


egggatcact 


1800 


ctcggcatgg 


acgagctgta 


caagtaa 








1827 



<210> 16 
<211> 608 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 
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<400> 16 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 4 0 4 5 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 ' 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 " 70 "* 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Asp Leu Ser Gin Lys Leu Phe Asp Leu 
225 230 235 240 



Arg Gly Lys Phe Lys Arg Pro Pro Leu Arg Arg Val Arg Met Ser Ala 
245 " 250 255 



Asp Ala Met Leu Arg Ala Leu Leu Gly Ser Lys His Lys Val Gly Ser 
260 265 270 



Gly Ser Met Leu Met Ala Ser Met Thr Asp Gin Gin Ala Glu Ala Arg 
275 280 285 



Ala Phe Leu Ser Glu Glu Met lie Ala Glu Phe Lys Ala Ala Phe Asp 
290 295 300 



Met Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr Lys Glu Leu Gly 
305 310 315 320 



Thr Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys Glu Glu Leu Asp 
325 330 335 



Ala lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly Thr lie Asp Phe 
340 345 350 



Glu Glu Phe Leu Val Met Met Val Arg Gin Met Lys Glu Asp Ala Glu 
355 360 365 



Leu Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie 
370 ~ 375 380 



Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser 
385 390 395 400 



Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 
4 05 410 415 



lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr 
420 " 425 430 



Thr Phe Gly Tyr Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met 
435 440 445 



Arg Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin 
450 455 460 



35 



Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala 
465 470 475 480 



Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys 
485 490 495 



Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu 
500 505 510 



Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys 
515 520 525 



Asn Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly 
530 " 535 540 



Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp 
545 550 555 560 



Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala 
565 570 575 



Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu 
580 585 590 



Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
595 600 605 



<210> 17 
<211> 1869 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 17 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 



36 

ttcaaggacg acggcaacta caagacccgc gccgaggtga agttcgaggg cgacaccctg 360 

gtgaaccgca tcgagctgaa gggcatcgac ttcaaggagg acggcaacat cctggggcac 420 

aagctggagt acaactacat cagccacaac gtctatatca ccgccgacaa gcagaagaac 480 

ggcatcaagg cccacttcaa gatccgccac aacatcgagg acggcagcgt gcagctcgcc 540 

gaccactacc agcagaacac ccccatcggc gacggccccg tgctgctgcc cgacaaccac 600 

tacctgagca cccagtccgc cctgagcaaa gaccccaacg agaagcgcga tcacatggtc 660 

ctgctggagt tcgtgaccgc cgcccgcatg ctgctgacag aagagcagaa aaatgagttc 720 

aaggcagcct tcgacatctt cgtgctgggc gctgaggatg gctgcatcag caccaaggag 780 

ctgggcaagg tgatgaggat gctgggccag aaccccaccc ctgaggagct gcaggagatg ' 840 

atcgatgagg tggacgagga cggcagcggc acggtggact ttgatgagtt cctggtcatg 900 

atggttcggt gcatgaagga cgacagcaaa gggaaatctg aggaggagct gtctgacctc 960 

ttccgcatgt ttgacaaaaa tgctgatggc tacatcgacc tggatgagct gaagataatg 1020 

ctgcaggcta caggcgagac catcacggag gacgacatcg aggaactcat gaaggacgga 1080 

gacaagaaca acgacggccg catcgactat gatgagttcc tggagttcat gaagggtgtg 1140 

gaggagctca tggtgagcaa gggcgaggag ctgttcaccg gggtggtgcc catcctggtc 1200 

gagctggacg gcgacgtaaa cggccacaag ttcagcgtgt ccggcgaggg cgagggcgat 12 60 

gccacctacg gcaagctgac cctgaagttc atctgcacca ccggcaagct gcccgtgccc 1320 

tggcccaccc tcgtgaccac cttcggctac ggcctgatgt gcttcgcccg ctaccccgac 1380 

cacatgcgcc agcacgactt cttcaagtcc gccatgcccg aaggctacgt ccaggagcgc 1440 

accatcttct tcaaggacga cggcaactac aagacccgcg ccgaggtgaa gttcgagggc 1500 

gacaccctgg tgaaccgcat cgagctgaag ggcatcgact tcaaggagga cggcaacatc 1560 

ctggggcaca agctggagta caactacaac agccacaacg tctatatcat ggccgacaag 1620 

cagaagaacg gcatcaaggc caacttcaag atccgccaca acatcgagga cggcagcgtg 1680 

cagctcgccg accactacca gcagaacacc cccatcggcg acggccccgt gctgctgccc 1740 

gacaaccact acctgagcta ccagtccgcc ctgagcaaag accccaacga gaagcgcgat 1800 

cacatggtcc tgctggagtt cgtgaccgcc gccgggatca ctctcggcat ggacgagctg 1860 

tacaagtaa 1869 



37 

<210> 18 
<211> 622 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 18 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 ' 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 
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Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Leu Thr Glu Glu Gin Lys Asn Glu Phe 
225 230 235 240 



Lys Ala Ala Phe Asp lie Phe Val Leu Gly Ala Glu Asp Gly Cys lie 
245 250 255 



Ser Thr Lys Glu Leu Gly Lys Val Met Arg Met Leu Gly Gin Asn Pro 
260 265 270 



Thr Pro Glu Glu Leu Gin Glu Met lie Asp Glu Val Asp Glu Asp Gly 
275 280 285 



Ser Gly Thr Val Asp Phe Asp Glu Phe Leu Val Met Met Val Arg Cys 
290 295 300 



Met Lys Asp Asp Ser Lys Gly Lys Ser Glu Glu Glu Leu Ser Asp Leu 
305 310 315 320 



Phe Arg Met Phe Asp Lys Asn Ala Asp Gly Tyr lie Asp Leu Asp Glu 
325 330 335 



Leu Lys lie Met Leu Gin Ala Thr Gly Glu Thr lie Thr Glu Asp Asp 
340 345 350 



lie Glu Glu Leu Met Lys Asp Gly Asp Lys Asn Asn Asp Gly Arg lie 
355 360 365 



Asp Tyr Asp Glu Phe Leu Glu Phe Met Lys Gly Val Glu Glu Leu Met 
370 375 380 



Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val 
385 390 395 400 



Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
405 410 415 



Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys 
420 425 430 
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Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe 
4 35 4 40 4 45 



Gly Tyr Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin 
450 455 460 



His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 
465 470 475 480 



Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
485 490 495 



Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie 
500 505 510 



Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn 
515 " " 520 525 



Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly 
530 535 540 



lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val 
545 550 555 560 



Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro 
565 570 575 



Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser 
580 585 590 



Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val 
595 600 605 



Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr Lys 
610 615 620 



<210> 19 

<211> 486 

<212> DNA 

<213> Homo sapiens 



<400> 19 

atggatgaca tctacaaggc tgcggtagag cagctgacag aagagcagaa aaatgagttc 



60 



40 





1~r , naC , at"C , t~t" 
y — v — y ci v-* ca i — c v__ 


eg t get gggc 


get gaggat g 


getgeatcag 


caccaaggag 


120 




C CJ- C ^ Ci W \-A Ci 


gctgggccag 


aaccccaccc 


ct gaggagct 


gcaggagat g 


180 


cl L. ct Lyayy 


luu ci v — ■ y ci a 


c^ v_4 ci ^ v — ' cj ^ v — ' 


acggtggact 


ttgatgagtt 


cctggt cat g 


240 


atggttcggt 


gcatgaagga 


cgacagcaaa 


gggaaatctg 


aggaggagct 


gtctgacctc 


300 


ttccgcatgt 


ttgacaaaaa 


tgctgatggc 


tacatcgacc 


tggatgagct 


gaagataatg 


360 


ctgcaggcta 


caggcgagac 


catcaeggag 


gacgacatcg 


aggagctcat 


gaaggacgga 


420 


gacaagaaca 


acgacggccg 


catcgactat 


gatgagttcc 


tggagttcat 


gaagggtgtg 


480 


gagtag 












486 



<210> 20 
<211> 161 
<212> PRT 

<213> Homo sapiens 
<400> 20 

Met Asp Asp lie Tyr Lys Ala Ala Val Glu Gin Leu Thr Glu Glu Gin 
15 10 15 



Lys Asn Glu Phe Lys Ala Ala Phe Asp lie Phe Val Leu Gly Ala Glu 
20 25 30 



Asp Gly Cys lie Ser Thr Lys Glu Leu Gly Lys Val Met Arg Met Leu 
35 40 45 



Gly Gin Asn Pro Thr Pro Glu Glu Leu Gin Glu Met lie Asp Glu Val 
50 55 60 



Asp Glu Asp Gly Ser Gly Thr Val Asp Phe Asp Glu Phe Leu Val Met 
65 • 70 75 80 



Met Val Arg Cys Met Lys Asp Asp Ser Lys Gly Lys Ser Glu Glu Glu 
85 " 90 95 



Leu Ser Asp Leu Phe Arg Met Phe Asp Lys Asn Ala Asp Gly Tyr lie 
100 105 110 



Asp Leu Asp Glu Leu Lys lie Met Leu Gin Ala Thr Gly Glu Thr lie 
115 120 125 



Thr Glu Asp Asp lie Glu Glu Leu Met Lys Asp Gly Asp Lys Asn Asn 
130 135 140 
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Asp Gly Arg lie Asp Tyr Asp Glu Phe Leu Glu Phe Met Lys Gly Val 
145 " " 150 155 160 



Glu 



<210> 21 
<211> 633 
<212> DNA 
<zl j> Homo 


sapiens 












<400> 21 
atggcggatg 


ggagcagcga 


tgcggctagg 


gaacctcgcc 


ctgcaccagc 


cccaatcaga 


60 


cgccgctcct 


ccaactaccg 


cgcttatgcc 


acggagccgc 


acgccaagaa 


aaaatctaag 


120 


atctccgcct 


cgagaaaatt 


gcagctgaag 


actctgctgc 


tgcagattgc 


aaagcaagag 


180 


ctggagcgag 


aggcggagga 


gcggcgcgga 


gagaaggggc 


gcgctctgag 


cacccgctgc 


240 


cagccgctgg 


agttgaccgg 


gctgggcttc 


gcggagctgc 


aggacttgtg 


ccgacagctc 


300 


cacgcccgtg 


tggacaaggt 


ggatgaagag 


agatacgaca 


tagaggcaaa 


agtcaccaag 


360 


aacatcacgg 


agattgcaga 


tctgactcag 


aagatctttg 


accttcgagg 


caagtttaag 


420 


cggcccaccc 


tgcggagagt 


gaggatctct 


gcagatgcca 


tgatgcaggc 


gctgctgggg 


480 


gcccgggcta 


aggagtccct 


ggacctgcgg 


gcccacctca 


agcaggtgaa 


gaaggaggac 


540 


accgagaagg 


aaaaccggga 


ggtgggagac 


tggcggaaga 


acatcgatgc 


actgagtgga 


600 


atggagggcc 


gcaagaaaaa 


gtttgagagc 


tga 






633 



<210> 22 
<211> 210 
<212> PRT 

<213> Homo sapiens 
<400> 22 

Met Ala Asp Gly Ser Ser Asp Ala Ala Arg Glu Pro Arg Pro Ala Pro 
1 5 10 15 



Ala Pro lie Arg Arg Arg Ser Ser Asn Tyr Arg Ala Tyr Ala Thr Glu 
20 25 30 



Pro His Ala Lys Lys Lys Ser Lys lie Ser Ala Ser Arg Lys Leu Gin 
35 4 0 4 5 



Leu Lys Thr Leu Leu Leu Gin lie Ala Lys Gin Glu Leu Glu Arg Glu 
50 55 60 
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Ala Glu Glu Arg Arg Gly Glu Lys Gly Arg Ala Leu Ser Thr Arg Cys 
65 ~ 70 75 80 



Gin Pro Leu Glu Leu Thr Gly Leu Gly Phe Ala Glu Leu Gin Asp Leu 
85 90 • 95 



Cys Arg Gin Leu His Ala Arg Val Asp Lys Val Asp Glu Glu Arg Tyr 
100 105 110 



Asp lie Glu Ala Lys Val Thr Lys Asn lie Thr Glu lie Ala Asp Leu 
115 120 125 



Thr Gin Lys lie Phe Asp Leu Arg Gly Lys Phe Lys Arg Pro Thr Leu 
130 ' 135 140 



Arg Arg Val Arg lie Ser Ala Asp Ala Met Met Gin Ala Leu Leu Gly 
145 150 155 160 



Ala Arg Ala Lys Glu Ser Leu Asp Leu Arg Ala His Leu Lys Gin Val 
165 170 175 



Lys Lys Glu Asp Thr Glu Lys Glu Asn Arg Glu Val Gly Asp Trp Arg 
180 185 190 



Lys Asn lie Asp Ala Leu Ser Gly Met Glu Gly Arg Lys Lys Lys Phe 
195 200 205 



Glu Ser 
210 



<210> 23 
<211> 483 
<212> DNA 

<213> Homo sapiens 
<400> 23 

atgacggacc agcaggctga ggccaggtcc tacctcagcg aagagatgat cgctgagttc 60 
aaggctgcct . ttgacatgtt tgatgctgat ggtggtgggg acatcagcgt caaggagttg 120 
ggcacggtga tgaggatgct gggccagaca cccaccaagg aggagctgga cgccatcatc 180 
gaggaggtgg atgaggacgg cagcggcacc atcgacttcg aggagttctt ggtcatgatg 240 
gtgcgccaga tgaaagagga cgcgaaaggg aagagcgagg aggagctggc cgagtgcttc 300 



43 

cgcatcttcg acaggaatgc agacggctac atcgacccgg aggagctggc tgagattttc 360 

agggcctccg gggagcacgt gactgacgag gagatcgaat ctctgatgaa agacggcgac 420 

aagaacaacg acggccgcat tgacttcgac gagttcctga agatgatgga gggcgtgcag 480 

taa 483 



<210> 24 
<211> 160 
<212> PRT 

<213> Homo sapiens 
<400> 24 

Met Thr Asp Gin Gin Ala Glu Ala Arg Ser Tyr Leu Ser Glu Glu Met 
15 10 15 



lie Ala Glu Phe Lys Ala Ala Phe Asp Met Phe Asp Ala Asp Gly Gly 

20 25 30 



Gly Asp He Ser Val Lys Glu Leu Gly Thr Val Met Arg Met Leu Gly 
35 4 0 4 5 



Gin Thr Pro Thr Lys Glu Glu Leu Asp Ala He He Glu Glu Val Asp 
50 55 60 



Glu Asp Gly Ser Gly Thr lie Asp Phe Glu Glu Phe Leu Val Met Met 
65 1 ' J 70 75 80 



Val Arg Gin Met Lys Glu Asp Ala Lys Gly Lys Ser Glu Glu Glu Leu 
85 90 95 



Ala Glu Cys Phe Arg lie Phe Asp Arg Asn Ala Asp Gly Tyr He Asp 
100 105 110 



Pro Glu Glu Leu Ala Glu He Phe Arg Ala Ser Gly Glu His Val Thr 
115 120 125 



Asp Glu Glu He Glu Ser Leu Met Lys Asp Gly Asp Lys Asn Asn Asp 
130 135 140 



Gly Arg He Asp Phe Asp Glu Phe Leu Lys Met Met Glu Gly Val Gin 
145 ' 150 155 160 
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<210> 25 
<211> 492 
<212> DNA 

<213> Gallus gallus 
<400> 25 





t n acaaacca 

L y Ci \ — ■ y >wj C-l 1 — • 


aca.csGCGa3.ci 


gcccgcgcct 


tcctcagcga 


ggagatgatt 


60 


gctgagttca 


aagctgcctt 


tgacatgttt 


gatgcggacg 


gtggtgggga 


catcagcacc 


120 


aaggagttgg 


gcacggtgat 


gaggatgctg 


ggccagaacc 


ccaccaaaga 


ggagctggat 


180 


gccatcatcg 


aggaggtgga 


cgaggatggc 


agcggcacca 


tcgacttcga 


ggagttcctg 


240 


gtgatgatgg 


tgcgccagat 


gaaagaggac 


gccaagggca 


agtctgagga 


ggagctggcc 


300 


aactgcttcc 


gcatcttcga 


caagaacgct 


gatgggttca 


tcgacatcga 


ggagctgggt 


360 


gagattctca 


gggccactgg 


ggagcacgtc 


atcgaggagg 


acatagaaga 


cctcatgaag 


420 


gattcagaca 


agaacaatga 


cggccgcatt 


gacttcgatg 


agttcctgaa 


gatgatggag 


480 


ggtgtgcagt 


aa 










492 



<210> 26 
<211> 163 
<212> PRT 

<213> Gallus gallus 
<400> 26 

Met Ala Ser Met Thr Asp Gin Gin Ala Glu Ala Arg Ala Phe Leu Ser 
15 10 15 



Glu Glu Met lie Ala Glu Phe Lys Ala Ala Phe Asp Met Phe Asp Ala 
20 25 30 



Asp Gly Gly Gly Asp lie Ser Thr Lys Glu Leu Gly Thr Val Met Arg 
35 4 0 4 5 



Met Leu Gly Gin Asn Pro Thr Lys Glu Glu Leu Asp Ala lie lie Glu 
50 55 60 



Glu Val Asp Glu Asp Gly Ser Gly Thr lie Asp Phe Glu Glu Phe Leu 
65 " 70 75 80 



Val Met Met Val Arg Gin Met Lys Glu Asp Ala Lys Gly Lys Ser Glu 
85 90 95 



Glu Glu Leu Ala Asn Cys Phe Arg lie Phe Asp Lys Asn Ala Asp Gly 
100 105 110 
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Phe lie Asp lie Glu Glu Leu Gly Glu lie Leu Arg Ala Thr Gly Glu 
115 120 125 



His Val lie Glu Glu Asp lie Glu Asp Leu Met Lys Asp Ser Asp Lys 
130 135 140 



Asn Asn Asp Gly Arg lie Asp Phe Asp Glu Phe Leu Lys Met Met Glu 
14 5 * 150 155 160 



Gly Val Gin 



<210> 27 
<211> 552 
<212> DNA 

<213> Gallus gallus 
<400> 27 



atgtctgatg 


aagagaaaaa 


gaggagggca 


gccaccgccc 


ggcgccagca 


cctgaagagt 


60 


gctatgctcc 


agcttgctgt 


cactgaaata 


gaaaaagaag 


cagctgctaa 


agaagtggaa 


120 


aagcaaaact 


acctggcaga 


gcattgccct 


cctctgtccc 


tcccaggatc 


catgcaggaa 


180 


cttcaggaac 


tgtgcaaaaa 


gcttcatgcc 


aagatagact 


cagtggatga 


ggaaaggtat 


240 


gacacagagg 


tgaagctaca 


gaagactaac 


aaggagctgg 


aggacctgag 


ccagaagctg 


300 


tttgacctga 


ggggcaagtt 


caagaggcca 


cctctgcgcc 


gggtgcgcat 


gtctgctgat 


360 


gccatgctgc 


gtgccctgct 


gggctccaag 


cacaaggtca 


acatggacct 


ccgggccaac 


420 


ctgaagcaag 


tcaagaagga 


ggacacggag 


aaggagaagg 


acctccgcga 


tgtgggtgac 


480 


tggaggaaga 


acattgagga 


gaaatctggc 


atggagggca 


ggaagaagat 


gtttgaggcc 


540 


ggcgagtcct 


aa 










552 



<210> 28 
<211> 183 
<212> PRT 

<213> Gallus gallus 
<400> 28 

Met Ser Asp Glu Glu Lys Lys Arg Arg Ala Ala Thr Ala Arg Arg Gin 
1 5 10 15 



His Leu Lys Ser Ala Met Leu Gin Leu Ala Val 
20 25 



Thr Glu lie Glu Lys 
30 
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Glu Ala Ala Ala Lys Glu Val Glu Lys Gin Asn Tyr Leu Ala Glu His 
35 4 0 4 5 



Cys Pro Pro Leu Ser Leu Pro Gly Ser Met Gin Glu Leu Gin Glu Leu 
50 55 60 



Cys Lys Lys Leu His Ala Lys lie Asp Ser Val Asp Glu Glu Arg Tyr 
65 J 70 75 80 



Asp Thr Glu Val Lys Leu Gin Lys Thr Asn Lys Glu Leu Glu Asp Leu 
85 90 95 



Ser Gin Lys Leu Phe Asp Leu Arg Gly Lys Phe Lys Arg Pro Pro Leu 
100 105 110 



Arg Arg Val Arg Met Ser Ala Asp Ala Met Leu Arg Ala Leu Leu Gly 
115 120 125 



Ser Lys His Lys Val Asn Met Asp Leu Arg Ala Asn Leu Lys Gin Val 
130 " 135 140 



Lys Lys Glu Asp Thr Glu Lys Glu Lys Asp Leu Arg Asp Val Gly Asp 
145 150 155 160 



Trp Arg Lys Asn lie Glu Glu Lys Ser Gly Met Glu Gly Arg Lys Lys 
165 170 175 



Met Phe Glu Ala Gly Glu Ser 
180 



<210> 29 
<211> 486 
<212> DNA 

<213> Gallus gallus 
<400> 29 



atggatgaca 


tctataaggc 


ggcggttgag 


cagttgacag 


aagaacaaaa 


aaatgagttt 


60 


aaggctgcct 


tcgacatctt 


cgtgctgggg 


gcagaggatg 


gctgcatcag 


caccaaggag 


120 


ctggggaagg 


tgatgaggat 


gctggggcag 


aaccccaccc 


ctgaggagct 


gcaggagatg 


180 


attgatgagg 


tggatgagga 


tggcagtggc 


actgtggact 


ttgatgagtt 


ccttgttatg 


240 


atggttcggt 


gtatgaaaga 


tgacagcaaa 


ggaaaaactg 


aagaggagct 


ctcagatctc 


300 


ttcaggatgt 


ttgataagaa 


tgctgatggc 


tacatcgatc 


ttgaggaact 


gaagatcatg 


360 



486 
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ctacaggcaa ctggagagac gatcactgag gatgacatag aagaactgat gaaagatggg 420 

gacaaaaaca atgatggcag gattgactat gacgagttcc tggagttcat gaagggagtt 4 80 
gaataa 

<210> 30 
<211> 161 
<212> PRT 

<213> Gallus gallus 
<400> 30 

Met Asp Asp lie Tyr Lys Ala Ala Val Glu Gin Leu Thr Glu Glu Gin 
15 10 15 

Lys Asn Glu Phe Lys Ala Ala Phe Asp lie Phe Val Leu Gly Ala Glu 
20 25 30 

Asp Gly Cys lie Ser Thr Lys Glu Leu Gly Lys Val Met Arg Met Leu 
35 4 0 4 5 

Gly Gin Asn Pro Thr Pro Glu Glu Leu Gin Glu Met lie Asp Glu Val 
50 55 60 

Asp Glu Asp Gly Ser Gly Thr Val Asp Phe Asp Glu Phe Leu Val Met 
65 ' 70 75 80 

Met Val Arg Cys Met Lys Asp Asp Ser Lys Gly Lys Thr Glu Glu Glu 
8 5 ~ 90 95 

Leu Ser Asp Leu Phe Arg Met Phe Asp Lys Asn Ala Asp Gly Tyr lie 
100 105 110 

Asp Leu Glu Glu Leu Lys lie Met Leu Gin Ala Thr Gly Glu Thr lie 
115 120 125 

Thr Glu Asp Asp lie Glu Glu Leu Met Lys Asp Gly Asp Lys Asn Asn 
130 1 135 140 

Asp Gly Arg lie Asp Tyr Asp Glu Phe Leu Glu Phe Met Lys Gly Val 
145 ~ 150 155 160 



Glu 
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<210> 31 
<211> 1878 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



n4 U O J. 

atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctgagcgatg 


aattgactaa 


ggagcaaact 


720 


gcattactac 


gtaatgcatt 


taatgctttt 


gaccctgaaa 


aaaatggata 


tatcaacaca 


780 


gctatggtgg 


gtacgatact 


tagcatgttg 


ggtcatcaac 


ttgatgatgc 


aactcttgct 


840 


gacattatcg 


ctgaagtcga 


tgaggatggt 


tcgggccaaa 


tcgaatttga 


agaatttacc 


900 


accctggcag 


cccgcttcct 


tgtggaagag 


gacgctgaag 


ctatgatggc 


tgaattgaag 


960 


gaagctttcc 


gcctttacga 


caaagaagga 


aatggatata 


taactactgg 


tgttcttcgt 


1020 


gaaatcctgc 


gcgaactaga 


cgataaattg 


acaaatgacg 


acctggacat 


gatgattgag 


1080 


gaaattgatt 


ccgatggatc 


gggtactgtt 


gattttgatg 


aatttatgga 


agtaatgacc 


1140 


ggtggcgacg 


acgagctcat 


ggtgagcaag 


ggcgaggagc 


tgttcaccgg 


ggtggtgccc 


1200 


atcctggtcg 


agctggacgg 


cgacgtaaac 


ggccacaagt 


tcagcgtgtc 


cggcgagggc 


1260 


gagggcgatg 


ccacctacgg 


caagctgacc 


ctgaagttca 


tctgcaccac 


cggcaagctg 


1320 


cccgtgccct 


ggcccaccct 


cgtgaccacc 


ttcggctacg 


gcctgatgtg 


cttcgcccgc 


1380 


taccccgacc 


acatgcgcca 


gcacgacttc 


ttcaagtccg 


ccatgcccga 


aggctacgtc 


1440 
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caggagcgca ccatcttctt caaggacgac ggcaactaca agacccgcgc cgaggtgaag 1500 

ttcgagggcg acaccctggt gaaccgcatc gagctgaagg gcatcgactt caaggaggac 1560 

ggcaacatcc tggggcacaa gctggagtac aactacaaca gccacaacgt ctatatcatg 1620 

gccgacaagc agaagaacgg catcaaggcc aacttcaaga tccgccacaa catcgaggac 1680 

ggcagcgtgc agctcgccga ccactaccag cagaacaccc ccatcggcga cggccccgtg 17 4 0 

ctgctgcccg acaaccacta cctgagctac cagtccgccc tgagcaaaga ccccaacgag 1800 

aagcgcgatc acatggtcct gctggagttc gtgaccgccg ccgggatcac tctcggcatg 18 60 

gacgagctgt acaagtaa 1878 

<210> 32 
<211> 625 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 32 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 10 15 

Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 ^ 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 ~ 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Ser Asp Glu Leu Thr Lys Glu Gin Thr 
225 230 235 240 



Ala Leu Leu Arg Asn Ala Phe Asn Ala Phe Asp Pro Glu Lys Asn Gly 
245 250 255 



Tyr lie Asn Thr Ala Met Val Gly Thr lie Leu Ser Met Leu Gly His 
260 265 270 



Gin Leu Asp Asp Ala Thr Leu Ala Asp lie lie Ala Glu Val Asp Glu 
275 280 285 



Asp Gly Ser Gly Gin lie Glu Phe Glu Glu Phe Thr Thr Leu Ala Ala 
290 295 300 



Arg Phe Leu Val Glu Glu Asp Ala Glu Ala Met Met Ala Glu Leu Lys 
305 310 315 320 



Glu Ala Phe Arg Leu Tyr Asp Lys Glu Gly Asn Gly Tyr lie Thr Thr 
325 330 335 



Gly Val Leu Arg Glu lie Leu Arg Glu Leu Asp Asp Lys Leu Thr Asn 
340 345 350 
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Asp Asp Leu Asp Met Met lie Glu Glu lie Asp Ser Asp Gly Ser Gly 
355 360 365 



Thr Val Asp Phe Asp Glu Phe Met Glu Val Met Thr Gly Gly Asp Asp 
370 375 380 



Glu Leu Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro 
385 390 395 400 



lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val 
405 410 415 



Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys 
420 425 430 



Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val 
435 440 445 



Thr Thr Phe Gly Tyr Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His 
450 455 460 



Met Arg Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val 
465 470 475 480 



Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg 
485 490 495 



Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu 
500 505 510 



Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu 
515 520 525 



Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin 
530 535 540 



Lys Asn Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp 
545 550 555 560 



Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly 
565 570 575 



Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser 
580 585 590 
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Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
595 600 605 

Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
610 615 620 

Lys 
625 

<210> 33 
<211> 1866 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



//inns "3 "3 
atggtgagca 


agggcgagga 


gctgttcacc 


ggggtggtgc 


ccatcctggt 


cgagctggac 


60 


ggcgacgtaa 


acggccacag 


gttcagcgtg 


tccggcgagg 


gcgagggcga 


tgccacctac 


120 


ggcaagctga 


ccctgaagtt 


catctgcacc 


accggcaagc 


tgcccgtgcc 


ctggcccacc 


180 


ctcgtgacca 


ccctgacctg 


gggcgtgcag 


tgcttcagcc 


gctaccccga 


ccacatgaag 


240 


cagcacgact 


tcttcaagtc 


cgccatgccc 


gaaggctacg 


tccaggagcg 


taccatcttc 


300 


ttcaaggacg 


acggcaacta 


caagacccgc 


gccgaggtga 


agttcgaggg 


cgacaccctg 


360 


gtgaaccgca 


tcgagctgaa 


gggcatcgac 


ttcaaggagg 


acggcaacat 


cctggggcac 


420 


aagctggagt 


acaactacat 


cagccacaac 


gtctatatca 


ccgccgacaa 


gcagaagaac 


480 


ggcatcaagg 


cccacttcaa 


gatccgccac 


aacatcgagg 


acggcagcgt 


gcagctcgcc 


540 


gaccactacc 


agcagaacac 


ccccatcggc 


gacggccccg 


tgctgctgcc 


cgacaaccac 


600 


tacctgagca 


cccagtccgc 


cctgagcaaa 


gaccccaacg 


agaagcgcga 


tcacatggtc 


660 


ctgctggagt 


tcgtgaccgc 


cgcccgcatg 


ctgactaagg 


agcaaactgc 


attactacgt 


720 


aatgcattta 


atgcttttga 


ccctgaaaaa 


aatggatata 


tcaacacagc 


tatggtgggt 


780 


acgatactta 


gcatgttggg 


tcatcaactt 


gatgatgcaa 


ctcttgctga 


cattatcgct 


840 


gaagtcgatg 


aggatggttc 


gggccaaatc 


gaatttgaag 


aatttaccac 


cctggcagcc 


900 


cgcttccttg 


tggaagagga 


cgctgaagct 


atgatggctg 


aattgaagga 


agctttccgc 


960 


ctttacgaca 


aagaaggaaa 


tggatatata 


actactggtg 


ttcttcgtga 


aatcctgcgc 


1020 
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gaact agacg 


at aaat tgac 


aaatgacgac 


ctggacatga 


tgattgagga 


aattgattcc 


1080 


aataaat cacr 


gtactgttga 


ttttgatgaa 


tttatggaag 


taatgacegg 


tggegacgae 


1140 


aaactcatqa 


taaqcaaqqa 


cqaqqaqctq 


ttcaccgggg 


tggtgcccat 


cctggtcgag 


1200 


ct ggacggcg 


acgtaaacgg 


ccacaagttc 


agcgtgtccg 


gegagggega 
_j _j _j ~j 


gggegatgee 


1260 


acct acggca 


agctgaccct 


gaagt t catc 


tgcaccaccg 


gcaagctgcc 


cgtgccctgg 


1320 


cccaccctcg 


t gaccacctt 


caactacaqc 


ctgatgtgct 


tcgcccgcta 


ccccgaccac 


1380 


at gcgccagc 


acgact tct t 


caagtccgcc 


atgcccgaag 


gctacgtcca 


ggagcgcacc 


1440 


atctt cttca 


aoaaccracacr 


caactacaag 


acccgcgccg 


aggtgaagtt 


egagggegae 


1500 


r^ccctcrcrtcra 


accacat caa 


get gaagggc 


atcgacttca 


aaaaqqacqq 


caacatcctg 


1560 


y y y \— » a v_- a. a. »j — 


t" aaaatacaa 

W V-j <_4. V^J I — tnJ. C** 


ct acaacagc 


cacaacgt ct 


atat cat ggc 


cgacaagcag 


1620 


aagaacggca 


tcaaggccaa 


cttcaagatc 


cgccacaaca 


tegaggaegg 


cagcgtgcag 


1680 


ctcgccgacc 


actaccagca 


gaacaccccc 


ateggegacg 


gccccgtgct 


gctgcccgac 


1740 


aaccactacc 


tgagctacca 


gtccgccctg 


agcaaagacc 


ccaacgagaa 


gcgcgatcac 


1800 


atggtcctgc 


tggagttcgt 


gaccgccgcc 


gggatcactc 


tcggcatgga 


cgagctgtac 


1860 


aagtaa 












1866 



<210> 34 
<211> 621 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 34 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
1 5 " 10 15 

Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser Gly 
20 25 30 

Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 

65., 7 0 7 5 8 0 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 ~ 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 



lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr lie Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys Asn 
145 150 155 160 



Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly Ser 
165 170 175 



Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly 
180 185 190 



Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 
195 200 205 



Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 
210 215 220 



Val Thr Ala Ala Arg Met Leu Thr Lys Glu Gin Thr Ala Leu Leu Arg 
225 230 235 240 



Asn Ala Phe Asn Ala Phe Asp Pro Glu Lys Asn Gly Tyr lie Asn Thr 
245 250 255 



Ala Met Val Gly Thr lie Leu Ser Met Leu Gly His Gin Leu Asp Asp 
260 265 270 



Ala Thr Leu Ala Asp lie lie Ala Glu Val Asp Glu Asp Gly Ser Gly 
275 280 285 



Gin lie Glu Phe Glu Glu Phe Thr Thr Leu Ala Ala Arg Phe Leu Val 
290 295 300 
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Glu Glu Asp Ala Glu Ala Met Met Ala Glu Leu Lys Glu Ala Phe Arg 
305 L 310 315 320 



Leu Tyr Asp Lys Glu Gly Asn Gly Tyr lie Thr Thr Gly Val Leu Arg 
325 330 335 



Glu lie Leu Arg Glu Leu Asp Asp Lys Leu Thr Asn Asp Asp Leu Asp 
340 345 350 



Met Met lie Glu Glu lie Asp Ser Asp Gly Ser Gly Thr Val Asp Phe 
355 360 365 



Asp Glu Phe Met Glu Val Met Thr Gly Gly Asp Asp Glu Leu Met Val 
370 375 380 



Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val Glu 
385 390 395 400 



Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly 
4 05 410 415 



Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys Thr 
420 425 430 



Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe Gly 
435 440 445 



Tyr Gly Leu Met Cys Phe Ala Arg Tyr Pro Asp His Met Arg Gin His 
450 455 460 



Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr 
465 " 470 475 480 



lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys 
485 490 495 



Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp 
500 505 510 



Phe Lys Glu Asp Gly Asn lie Leu Gly 
515 520 



His Lys 



Leu Glu Tyr Asn Tyr 
525 
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Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin Lys Asn Gly lie 
530 535 540 



Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp Gly Ser Val Gin 
545 550 555 560 



Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp Gly Pro Val 
565 570 575 



Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser Ala Leu Ser Lys 
580 585 590 



Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr 
595 600 605 



Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys 
610 615 620 



<210> 35 
<211> 465 
<212> DNA 

<213> Drosphila melanogaster 
<400> 35 



atgagcgatg 


aattgactaa 


ggagcaaact 


gcattactac 


gtaatgcatt 


taatgctttt 


60 


gaccctgaaa 


aaaatggata 


tatcaacaca 


gctatggtgg 


gtacgatact 


tagcatgttg 


120 


ggtcatcaac 


ttgatgatgc 


aactcttgct 


gacattatcg 


ctgaagtcga 


tgaggatggt 


180 


tcgggccaaa 


tcgaatttga 


agaatttacc 


accctggcag 


cccgcttcct 


tgtggaagag 


240 


gacgctgaag 


ctatgatggc 


tgaattgaag 


gaagctttcc 


gcctttacga 


caaagaagga 


300 


aatggatata 


taactactgg 


tgttcttcgt 


gaaatcctgc 


gcgaactaga 


cgataaattg 


360 


acaaatgacg 


acctggacat 


gatgattgag 


gaaattgatt 


ccgatggatc 


gggtactgtt 


420 


gattttgatg 


aatttatgga 


agtaatgacc 


ggtggcgacg 


actaa 




465 



<210> 36 
<211> 154 
<212> PRT 

<213> Drosphila melanogaster 
<400> 36 

Met Ser Asp Glu Leu Thr Lys Glu Gin Thr Ala Leu Leu Arg Asn Ala 
1 5 10 15 



/ 
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Phe Asn Ala Phe Asp Pro Glu Lys Asn Gly Tyr lie Asn Thr Ala Met 
20 25 30 



Val Gly Thr lie Leu Ser Met Leu Gly His Gin Leu Asp Asp Ala Thr 
35 40 ' 45 



Leu Ala Asp lie lie Ala Glu Val Asp Glu Asp Gly Ser Gly Gin lie 
50 " 55 60 



Glu Phe Glu Glu Phe Thr Thr Leu Ala Ala Arg Phe Leu Val Glu Glu 
65 70 75 80 



Asp Ala Glu Ala Met Met Ala Glu Leu Lys Glu Ala Phe Arg Leu Tyr 
85 90 95 



Asp Lys Glu Gly Asn Gly Tyr lie Thr Thr Gly Val Leu Arg Glu lie 
100 ^ 105 110 



Leu Arg Glu Leu Asp Asp Lys Leu Thr Asn Asp Asp Leu Asp Met Met 
115 120 125 



lie Glu Glu lie Asp Ser Asp Gly Ser Gly Thr Val Asp Phe Asp Glu 
130 135 140 



Phe Met Glu Val Met Thr Gly Gly Asp Asp 
145 150 



<210> 37 
<211> 468 
<212> DNA 

<213> Drosphila melanogaster 
<400> 37 



atggacaaca 


ttgacgaaga 


cctgaccccc 


gagcagattg 


ccgttctgca 


gaaggcattc 


60 


aacagcttcg 


accaccagaa 


gaccggcagt 


atccccaccg 


aaatggtggc 


cgatatcctc 


120 


cgtcttatgg 


gtcagccctt 


cgacaggcag 


atccttgacg 


agctgatgca 


cgaggtcgat 


180 


gaggacaaat 


ccggtcgcct 


ggagttcgag 


gagttcgtcc 


agctggctgc 


caagttcatc 


240 


gtagaggagg 


atgatgaggc 


catgcagaag 


gacgtgcgcg 


aggctttccg 


tctgtacgac 


300 


aagcagggca 


atggctacat 


tcccacctcc 


tgcctgaagg 


agatcctcaa 


ggaactggac 


360 


gaccagctga 


ccgaacagga 


gctcgacatc 


atgattgagg 


aaatcgattc 


cgacggctct 


420 


ggcaccgttg 


attttgatga 


attcatggag 


atgatgactg 


gcgagtaa 




468 
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<210> 38 
<211> 155 
<212> PRT 

<213> Drosphila melanogaster 
<400> 38 

Met Asp Asn lie Asp Glu Asp Leu Thr Pro Glu Gin lie Ala Val Leu 
15 10 15 



Gin Lys Ala Phe Asn Ser Phe Asp His Gin Lys Thr Gly Ser lie Pro 
20 25 30 



Thr Glu Met Val Ala Asp lie Leu Arg Leu Met Gly Gin Pro Phe Asp 
35 40 45 



Arg Gin lie Leu Asp Glu Leu Met His Glu Val Asp Glu Asp Lys Ser 
50 55 60 



Gly Arg Leu Glu Phe Glu Glu Phe Val Gin Leu Ala Ala Lys Phe lie 
65 70 75 80 



Val Glu Glu Asp Asp Glu Ala Met Gin Lys Asp Val Arg Glu Ala Phe 
8 5 90 95 



Arg. Leu Tyr Asp Lys Gin Gly Asn Gly Tyr lie Pro Thr Ser Cys Leu 
100 " 105 110 



Lys Glu lie Leu Lys Glu Leu Asp Asp Gin Leu Thr Glu Gin Glu Leu 
115 "* 120 125 



Asp lie Met lie Glu Glu lie Asp Ser Asp Gly Ser Gly Thr Val Asp 
130 135 140 



Phe Asp Glu Phe Met Glu Met Met Thr Gly Glu 
145 150 155 



<210> 39 
<211> 468 
<212> DNA 

<213> Drosphila melanogaster 
<400> 39 

atgagcagcg tcgatgaaga tcttacaccc gagcagatcg ccgtgctcca gaaggcgttc 60 
aacagcttcg atcaccagaa gactggctcc atccccaccg agatggtcgc cgacatcctg 120 
cgcctgatgg gtcagccctt cgacaagaag atcctggagg aactgatcga ggaggtcgat 180 
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gaggacaagt 


ccggtcgctt 


ggaattcggc 


gagttcgtcc 


agctggctgc 


caagttcatc 


240 


gtggaggagg 


atgcggaggc 


catgcagaag 


gagctggccg 


aggcgttccg 


tttgtacgat 


300 


aagcagggca 


atggcttcat 


tcccaccacc 


tgcctgaagg 


agatcctcaa 


ggagctggac 


360 


gaccagctga 


ccgaacagga 


gctggacatt 


atgatcgagg 


agatcgattc 


cgatggctcc 


420 


ggtacagtgg 


atttcgatga 


attcatggag 


atgatgactg 


gcgagtaa 




468 



<210> 40 
<211> 155 
<212> PRT 

<213> Drosphila melanogaster 
<400> 40 

Met Ser Ser Val Asp Glu Asp Leu Thr Pro Glu Gin lie Ala Val Leu 
15 10 15 



Gin Lys Ala Phe Asn Ser Phe Asp His Gin Lys Thr Gly Ser lie Pro 
20 25 30 



Thr Glu Met Val Ala Asp lie Leu Arg Leu Met Gly Gin Pro Phe Asp 
35 40 45 



Lys Lys lie Leu Glu Glu Leu lie Glu Glu Val Asp Glu Asp Lys Ser 
50 55 60 



Gly Arg Leu Glu Phe Gly Glu Phe Val Gin Leu Ala Ala Lys Phe lie 
65 ~ 70 75 80 



Val Glu Glu Asp Ala Glu Ala Met Gin Lys Glu Leu Ala Glu Ala Phe 
85 90 95 



Arg Leu Tyr Asp Lys Gin Gly Asn Gly Phe lie Pro Thr Thr Cys Leu 
100 " 105 110 



Lys Glu lie Leu Lys Glu Leu Asp Asp Gin Leu Thr Glu Gin Glu Leu 
115 " 120 125 



Asp lie Met lie Glu Glu lie Asp Ser Asp Gly Ser Gly Thr Val Asp 
130 135 140 



Phe Asp Glu Phe Met Glu Met Met Thr Gly Glu 
145 150 155 
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<210> 41 
<211> 1833 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
polynucleotide 



<400> 41 
atgggccccg 


ccatgaagat 


cgagtgccgc 


atcaccggca 


ccctgaacgg 


cgtggagttc 


60 


gagctggtgg 


gcggcggaga 


gggcaccccc 


gagcagggcc 


gcatgaccaa 


caagatgaag 


120 


agcaccaagg 


gcgccctgac 


cttcagcccc 


tacctgctga 


gccacgtgat 


gggctacggc 


180 


ttctaccact 


tcggcaccta 


ccccagcggc 


tacgagaacc 


ccttcctgca 


cgccatcaac 


240 


aacggcggct 


acaccaacac 


ccgcatcgag 


aagtacgagg 


acggcggcgt 


gctgcacgtg 


300 


agcttcagct 


accgctacga 


ggccggccgc 


gtgatcggcg 


acttcaaggt 


ggtgggcacc 


360 


ggcttccccg 


aggacagcgt 


gatcttcacc 


gacaagatca 


tccgcagcaa 


cgccaccgtg 


420 


gagcacctgc 


accccatggg 


cgataacgtg 


ctggtgggca 


gcttcgcccg 


caccttcagc 


480 


ctgcgcgacg 


gcggctacta 


cagcttcgtg 


gtggacagcc 


acatgcactt 


caagagcgcc 


540 


atccacccca 


gcatcctgca 


gaacgggggc 


cccatgttcg 


ccttccgccg 


cgtggaggag 


600 


ctgcacagca 


acaccgagct 


gggcatcgtg 


gagtaccagc 


acgccttcaa 


gaccccgatc 


660 


gcattcgccc 


gcatgctcag 


cgaggagatg 


attgctgagt 


tcaaagctgc 


ctttgacatg 


720 


tttgatgcgg 


acggtggtgg 


ggacatcagc 


accaaggagt 


tgggcacggt 


gatgaggatg 


780 


ctgggccaga 


accccaccaa 


agaggagctg 


gatgccatca 


tcgaggaggt 


ggacgaggat 


840 


ggcagcggca 


ccatcgactt 


cgaggagttc 


ctggtgatga 


tggtgcgcca 


gatgaaagag 


900 


gacgccaagg 


gcaagtctga 


ggaggagctg 


gccaactgct 


tccgcatctt 


cgacaagaac 


960 


gctgatgggt 


tcatcgacat 


cgaggagctg 


ggtgagattc 


tcagggccac 


tggggagcac 


1020 


gtcatcgagg 


aggacataga 


agacctcatg 


aaggattcag 


acaagaacaa 


tgacggccgc 


1080 


attgacttcg 


atgagttcct 


gaagatgatg 


gagggtgtgc 


aggagctcat 


gtccagcggc 


1140 


gccctgctgt 


tccacggcaa 


gatcccctac 


gtggtggaga 


tggagggcaa 


tgtggatggc 


1200 


cacaccttca 


gcatccgcgg 


caagggctac 


ggcgatgcca 


gcgtgggcaa 


ggtggatgcc 


1260 


cagttcatct 


gcaccaccgg 


cgatgtgccc 


gtgccctgga 


gcaccctggt 


gaccaccctg 


1320 


acctacggcg 


cccagtgctt 


cgccaagtac 


ggccccgagc 


tgaaggattt 


ctacaagagc 


1380 


tgcatgcccg 


atggctacgt 


gcaggagcgc 


accatcacct 


tcgagggcga 


tggcaatttc 


1440 
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aagacccgcg ccgaggtgac cttcgagaat ggcagcgtgt acaatcgcgt gaagctgaat 1500 

ggccagggct tcaagaagga tggccacgtg ctgggcaaga atctggagtt caatttcacc 1560 

ccccactgcc tgtacatctg gggcgatcag gccaatcacg gcctgaagag cgccttcaag 1620 

atctgccacg agatcaccgg cagcaagggc gatttcatcg tggccgatca cacccagatg 1680 

aataccccca tcggcggcgg ccccgtgcac gtgcccgagt accaccacat gagctaccac 1740 

gtgaagctga gcaaggatgt gaccgatcac cgcgataata tgagcctgaa ggagaccgtg 1800 

cgcgccgtgg attgccgcaa gacctacctg tga 1833 

<210> 42 
<211> 610 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
polypeptide 

<400> 42 

Met Gly Pro Ala Met Lys lie Glu Cys Arg lie Thr Gly Thr Leu Asn 
15 10 15 

Gly Val Glu Phe Glu Leu Val Gly Gly Gly Glu Gly Thr Pro Glu Gin 
20 25 30 

Gly Arg Met Thr Asn Lys Met Lys Ser Thr Lys Gly Ala Leu Thr Phe 
35 40 45 

Ser Pro Tyr Leu Leu Ser His Val Met Gly Tyr Gly Phe Tyr His Phe 
50 * 55 60 

Gly Thr Tyr Pro Ser Gly Tyr Glu Asn Pro Phe Leu His Ala lie Asn 
65 70 75 80 

Asn Gly Gly Tyr Thr Asn Thr Arg lie Glu Lys Tyr Glu Asp Gly Gly 
85 90 95 

Val Leu His Val Ser Phe Ser Tyr Arg Tyr Glu Ala Gly Arg Val lie 
100 105 110 



Gly Asp Phe Lys Val Val Gly Thr Gly Phe Pro Glu Asp Ser Val lie 
115 " 120 125 
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Phe Thr Asp Lys lie lie Arg Ser Asn Ala Thr Val Glu His Leu His 
130 ^ J 135 140 



Pro Met Gly Asp Asn Val Leu Val Gly Ser Phe Ala Arg Thr Phe Ser 
145 150 155 160 



Leu Arg Asp Gly Gly Tyr Tyr Ser Phe Val Val Asp Ser His Met His 
165 " 170 175 



Phe Lys Ser Ala lie His Pro Ser lie Leu Gin Asn Gly Gly Pro Met 
180 185 190 



Phe Ala Phe Arg Arg Val Glu Glu Leu His Ser Asn Thr Glu Leu Gly 
195 200 205 



lie Val Glu Tyr Gin His Ala Phe Lys Thr Pro lie Ala Phe Ala Arg 
210 215 220 



Met Leu Ser Glu Glu Met lie Ala Glu Phe Lys Ala Ala Phe Asp Met 
225 230 235 240 



Phe Asp Ala Asp Gly Gly Gly Asp lie Ser Thr Lys Glu Leu Gly Thr 
245 250 255 



Val Met Arg Met Leu Gly Gin Asn Pro Thr Lys Glu Glu Leu Asp Ala 
260 265 270 



lie lie Glu Glu Val Asp Glu Asp Gly Ser Gly Thr lie Asp Phe Glu 
275 280 285 



Glu Phe Leu Val Met Met Val Arg Gin Met Lys Glu Asp Ala Lys Gly 
290 295 300 



Lys Ser Glu Glu Glu Leu Ala Asn Cys Phe Arg lie Phe Asp Lys Asn 
305 310 315 320 



Ala Asp Gly Phe lie Asp lie Glu Glu Leu Gly Glu He Leu Arg Ala 
325 330 335 



Thr Gly Glu His Val He Glu Glu Asp He Glu Asp Leu Met Lys Asp 
340 345 350 



Ser Asp Lys Asn Asn Asp Gly Arg He Asp Phe Asp Glu Phe Leu Lys 
355 360 365 
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Met Met Glu Gly Val Gin Glu Leu Met Ser Ser Gly Ala Leu Leu Phe 
370 375 380 



His Gly Lys lie Pro Tyr Val Val Glu Met Glu Gly Asn Val Asp Gly 
385 390 395 400 



His Thr Phe Ser lie Arg Gly Lys Gly Tyr Gly Asp Ala Ser Val Gly 
405 410 415 



Lys Val Asp Ala Gin Phe lie Cys Thr Thr Gly Asp Val Pro Val Pro 
.420 425 430 



Trp Ser Thr Leu Val Thr Thr Leu Thr Tyr Gly Ala Gin Cys Phe Ala 
435 440 445 



Lys Tyr Gly Pro Glu Leu Lys Asp Phe Tyr Lys Ser Cys Met Pro Asp 
450 455 460 



Gly Tyr Val Gin Glu Arg Thr lie Thr Phe Glu Gly Asp Gly Asn Phe 
465 470 475 480 



Lys Thr Arg Ala Glu Val Thr Phe Glu Asn Gly Ser Val Tyr Asn Arg 
485 490 495 



Val Lys Leu Asn Gly Gin Gly Phe Lys Lys Asp Gly His Val Leu Gly 
500 505 510 



Lys Asn Leu Glu Phe Asn Phe Thr Pro His Cys Leu Tyr lie Trp Gly 
515 520 525 



Asp Gin Ala Asn His Gly Leu Lys Ser Ala Phe Lys lie Cys His Glu 
530 535 540 



lie Thr Gly Ser Lys Gly Asp Phe lie Val Ala Asp His Thr Gin Met 
545 " 550 555 560 



Asn Thr Pro lie Gly Gly Gly Pro Val His Val Pro Glu Tyr His His 
565 570 575 



Met Ser Tyr His Val Lys Leu Ser Lys Asp Val Thr Asp His Arg Asp 
580 585 590 
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Asn Met Ser Leu Lys Glu Thr Val Arg Ala Val Asp Cys Arg Lys Thr 
595 J 600 605 



Tyr Leu 
610 



<210> 43 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 43 

Gly Gly Ser Gly Gly 
1 5 



<210> 44 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 44 

Met Leu Leu Ser Val Pro Leu Leu Leu Gly Leu Leu Gly Leu Ala Ala 
1 5 10 15 



Ala Asp 



<210> 45 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 45 

Lys Asp Glu Leu 

1 



<210> 46 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 46 

Met Leu Cys Cys Met Arg Arg Thr Lys Gin Val Glu Lys Asn Asp Glu 
1 * 5 10 15 



Asp Gin Lys lie 
20 



<210> 47 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 47 

Lys Leu Asn Pro Pro Asp Glu Ser Gly Thr Gly Cys Met Ser Cys Lys 
15 10 15 



Cys Val Leu Ser 
20 



<210> 48 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 48 

Val Tyr Glu Lys Leu Ser Ser lie Glu Ser Asp Val 
1 5 10 



<210> 49 
<211> 19 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 49 

Met Gin Ala Ala Thr Leu Pro Leu Asp Asn lie Ser Tyr Arg Arg Glu 
15 10 15 
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Ser Ala lie 



<210> 50 
<211> 13 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
oligonucleotide 

<400> 50 . 
gccgccacca tgg 



<210> 51 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 51 

Lys Leu Asn Pro Pro Asp Glu Ser Gly Pro Gly Cys Met Ser Cys Lys 
15 10 15 



Cys Val Leu Ser 
20 



<210> 52 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 52 

Met Gly Cys Cys Met Arg Arg Thr Lys Gin Val Glu Lys Asn Asp Glu 
1 5 10 15 



Asp Gin Lys lie 
20 
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<210> 53 
<211> 6 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 53 

Gly Gly Thr Gly Gly Ser 
1 5 



<210> 54 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
oligonucleotide 



<400> 54 

gccgccacca tggcc 



